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Abstract: Plants have evolved different types of immune reactions but large-scale proteomics about
these processes are lacking, especially in the case of agriculturally important crop pathosystems.
We have established a system for investigating PAMP-triggered immunity (PTI) and two different
effector-triggered immunity (ETI; triggered by Avr2 or IpiO) responses in potato. The ETI responses
are triggered by molecules from the agriculturally important Phytophthora infestans interaction.
To perform large-scale membrane protein-based comparison of these responses, we established
a method to extract proteins from subcellular compartments in leaves. In the membrane fractions
that were subjected to quantitative proteomics analysis, we found that most proteins regulated
during PTT were also regulated in the same way in ETI Proteins related to photosynthesis had lower
abundance, while proteins related to oxidative and biotic stress, as well as those related to general
antimicrobial defense and cell wall degradation, were found to be higher in abundance. On the other
hand, we identified a few proteins—for instance, an ABC transporter-like protein—that were only
found in the PTI reaction. Furthermore, we also identified proteins that were regulated only in ETI
interactions. These included proteins related to GTP binding and heterotrimeric G-protein signaling,
as well as those related to phospholipase signaling.
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1. Introduction

Plants possess an intriguing and unique immune system that is different from many other living
organisms. Despite these differences, the innate immune system of plants performs similar functions
as that in animals [1]. Plant immune responses can be broadly categorized into PAMP-triggered
immunity (PTI) and effector-triggered immunity (ETI) [2]. PAMPs (pathogen-associated molecular
patterns) are surface exposed, pathogen-associated molecules that are generally conserved across
microbial kingdoms. Plants detect PAMPs via membrane-bound PRRs (pattern recognition receptors)
that often have a kinase domain. PAMP recognition leads to molecular responses such as reactive
oxygen species (ROS) production, MAP kinase and transcription factor activation, followed by
defense gene expression [3]. Through evolution, however, successful pathogens have evolved to
produce effector molecules that interfere with PTI responses, enabling successful infection. This is
known as effector-triggered susceptibility (ETS) [2]. In response to this, plants have evolved the
ability to counter effector molecules via the production of specialized resistance proteins (R-proteins).
R-proteins recognize the presence of specific effectors (mainly in the cytoplasm). This interaction
and the associated molecular reactions constitute ETI [2]. Phenotypically, ETI defense responses
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are typically associated with a specialized form of programmed cell death (PCD) known as the
hypersensitive response (HR) [2,4], resulting in the arrest of pathogen spread and infection.

Recent evidence from a wide variety of plant pathogen systems has indicated that PTI and ETI
are mutually not exclusive. PAMPs can trigger typical ETI responses, while the effects of effectors are
not restricted to ETI responses [5]. For example, INF1, a PAMP in Phytophthora infestans, causes cell
death when expressed in Nicotiana benthamiana, a phenotype associated with an ETI response [6].
However, like other PAMPs, INF1 is also recognized by a PRR in potato [7], indicating a continuum
between PTI and ETI. Large-scale transcriptomic investigations in Arabidopsis have also indicated that
there is an overlap in ETI and PTI signaling [8]. Recently, Pombo et al. [9] used the tomato—Pseudomonas
syringae pv. tomato pathosystem to identify genes induced specifically in bacterial ETI and PTI responses.
In this study, the authors were able to identify an overlap between these two processes. Using this
approach, they were also able to identify an ETI-specific tomato protein kinase Epkl, which when
silenced transiently in Nicotiana benthamiana resulted in delayed PCD and compromised resistance to
Pseudomonas syringae pv. tabaci.

Genome analysis of the devastating pathogen Phytophthora infestans shows an expansion in
effector coding genes [10]. Two well-known P. infestans effectors are IpiO and Avr2, both of which
interact with characterized resistance genes. In potato plants carrying the Solanum bulbocastanum
resistance gene BIbl, IpiO acts as an avirulence protein, an interaction that leads to an HR
formation [11]. Likewise, Avr2 also elicits HR in plants containing a resistance protein belonging to the
R2 NB-LRR gene family [12-14]. In addition, Avr2 has been shown to associate with BSU-like protein
1 (BSL1) [15], which is thought to be involved in brassinosteroid-associated signal transduction [16].
Additionally, Saunders et al. [15] showed that perception of Avr2 by R2 is dependent on BSL1.

Most of the previous studies have been carried out at the transcriptomic level.
However, the correlation between mRNA and protein abundance is limited and this could be due
to, for example, differences in protein translational efficiency, protein stability, or protein transport.
In the mammalian system, the correlation factor (R?) is only 0.41 [17], and evidence in potato under
pathogen stress suggests that gene expression only correlates with protein abundance in approximately
half of the induced transcripts and peptides [18]. Correlations between protein levels and mRNA
transcript abundance vary across conditions, with higher coherence in levels observed in steady state
as opposed to during a stress response [19]. Hence, a large-scale proteomics-based approach can,
therefore, expand our understanding of stress responses, such as those linked to plant defense and
immunity. However, large-scale protein level studies with regard to exclusivity and commonality
between PTI- and ETI-associated molecular signaling in an agriculturally important crop—pathogen
system, such as in the potato—Phytophthora infestans interaction, does not exist. Furthermore, no
comparative study on protein level information on ETI responses caused by different effector /R-protein
combinations is available, and generally very little is known about membrane-enriched fractions in
this biological context.

In this study, we performed a quantitative proteomics study of PTI and ETI responses in potato
using a membrane-enriched fraction after establishing this fractionation method in intact plants. As a
model for PTI responses, we used potato leaves infiltrated with Agrobacterium-containing empty
vector. As models for ETI, we investigated responses after Agrobacterium-mediated expression of
two P. infestans effectors (IpiO and Avr2) in potato plants expressing the corresponding R-proteins.
Agrobacterium is known to contain many different PAMPs and has been used as an inducer of PTI with
reduced subsequent pathogen infection [20-23]. Disarmed Agrobacterium infiltration is further known
to activate transcription of pathogenesis-related genes and accumulation of pathogenesis-related
proteins [24,25]. By using this setup, we were able to do a comparative analysis of three different
immune responses.
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2. Results and Discussion

2.1. Phenotypes of PAMP-Triggered Immunity (PTI) and Effector-Triggered Immunity (ETI) Responses

Disarmed Agrobacterium-infiltrated wildtype cv. Désirée potato plants were used to study PTI
responses and were compared with samples from two different ETI responses. The first ETI model was
Blb1-containing Désirée infiltrated with Agrobacterium transformed with the IpiO effector gene, and the
second was R2-containing Désirée infiltrated with Agrobacterium transformed with Avr2 effector gene.
The infiltrated samples were subjected to phenotypic analysis at 18 hpi (hours post infiltration) and
3 dpi (days post infiltration).

None of the infiltrated samples showed visible phenotypic symptoms at 18 hpi. Three days post
infiltration, a strong reaction and even cell death coinciding with the infiltration area were found in
both the ETI interactions (Figure 1C,D). Both these interactions had similar degrees of cell death at the
whole infiltrated area. In the PTI interaction, small areas of cell death were observed occasionally in
the zone of infiltration (Figure 1B). No response was identified in cv. Désirée leaflets infiltrated with
the infiltration medium only (Figure 1A).

Figure 1. Potato leaflets 3 days post inoculation. (A) Control leaves: Désirée leaflets infiltrated
with only infiltration media; (B) PAMP-triggered immunity (PTI) model: Désirée leaflets infiltrated
with Agrobacterium carrying an empty vector; (C) Effector-triggered immunity (ETI)-Avr2 model:
stable transgenic Désirée carrying the R2 resistance gene infiltrated with Agrobacterium carrying the
Avr2 effector gene; (D) ETI-IpiO model: stable transgenic Désirée carrying the Blb1 resistance infiltrated
with Agrobacterium carrying the IpiO effector gene.

2.2. Subcellular Protein Fractionation

The fractionation procedure was based on successive centrifugation steps, wherein the supernatant
at each step was extracted in a different buffer leading to four different buffers containing four
protein fractions named as follows: cytoplasmic (CEB), membrane (MEB), soluble-nuclear (NEB),
and chromatin-bound (CNEB). In order to identify whether differences existed in the banding pattern
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between the four fractions, each fraction was analyzed on an SDS-PAGE gel (Figure 2). The banding
patterns of the four fractions were clearly different, indicating that the subcellular fractionation
procedure had resulted in the isolation of different protein fractions. The CNEB fraction contained a
very prominent band corresponding to the large Rubisco subunit (Figure 2). Rubisco is one of the most
abundant proteins in plant tissues and is associated with the stromal component of chloroplasts [26].
The CNEB fraction contained a strong band corresponding to histones (Figure 2); this indicates that
proteins associated with chromatin are indeed extracted in the CNEB fraction. The total amount
of protein obtained from the different fractions also differed. The different lanes on the gel contain
approximately equal amounts of protein in order to better display the differences in banding patterns.
On average, a total of 470 pg was obtained from the CEB fractions, 150 pg from the MEB fractions, and
5 ng from the CNEB fractions. Since the MEB fraction seemed to contain large amounts of potentially
interesting proteins, and little is specifically known about this fraction from plants in relation to
immunity, this fraction was chosen for further analysis. The protein abundances in our 18 h PTI model
and the two ETI models were compared using potato leaves infiltrated with only infiltration medium
as control (Figure 3, Supplementary Tables S1 and S2).

CEB MEB NEB CNEB Std.

[ I

|l |

Figure 2. SDS-PAGE analysis of various subcellular fractions. CEB corresponds to proteins from
the cytoplasmic fraction; MEB corresponds to proteins from the membrane-associated fraction;
NEB corresponds to proteins from the nuclear-associated fraction; and CNEB corresponds to proteins
associated with chromatin. Std.(standard) corresponds to the size marker. Bands marked within the
black lined box correspond to the size of the large subunit of rubisco. The band marked within the red
lined box corresponds to the size of histones.
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ETI-AVR2 ETI-AVR2

Figure 3. Analysis of the fraction of membrane-associated proteins. Number of proteins significantly
regulated in PTI and the two ETI conditions (Blb1-IpiO and AVR2-R2). (A) shows upregulated proteins,
and (B) shows downregulated proteins.

2.3. Membrane-Associated Proteins in the PTI Response

In the quantitative analysis of the PTI interaction, 585 proteins were used. The fraction
contained predominantly chloroplastic, ribosomal, and mitochondrial proteins. In the PTI condition,
47 proteins were downregulated and 47 proteins were upregulated (Figure 3, Table 1). Among the
downregulated proteins (Supplementary Tables S1 and S2), a large number were chloroplast proteins
involved in photosynthetic processes, such as chlorophyll a/b binding proteins, photosystem proteins,
NAD(P)H-quinone oxidoreductases, and cytochrome bf-6 complex components. In total, 26 of the
downregulated proteins are involved in photosynthesis. This is consistent with the well-established
observation that infection results in the downregulation of components of the photosynthetic
machinery [27].

Table 1. Upregulated proteins in the membrane-enriched fraction from PTI and their regulation in
two ETI conditions at 18 hpi (hours post infiltration). The table shows proteins that are upregulated
compared to plants infiltrated with only medium as the control condition. Proteins mentioned here are
significantly induced (p-value < 0.01).

. . Regulation in Regulation in Regulation in

Protein ID Protein Name PTI(og2)  ETLIpiO (log?)  ETI-AVR2 (log2)
QILV84 ABC transporter-like 1.36 0.56 0.79
FAKCG9 Alternatlv.e NAD(P)H-ubiquinone 134 132 1.06

oxidoreductase C1
C0Z355 AT1G56070 protein 2.76 243 2.88
PGSC0003DMP ATP synthase 24 kDa subunit,
400043466 mitochondrial 119 097 087
ATP synthase gamma chain,
P29790 chloroplastic (F-ATPase) 4.58 42 443
e

PGSC0003DMP ATP synthase subunit b/, 234 238 282

400035579 chloroplastic
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Protein ID

Protein Name

Regulation in

Regulation in

Regulation in

PTI (log2) ETI-IpiO (log2) ETI-AVR2 (log2)
PGSC0003DMP ATP synthase subunit beta,
400010643 mitochondrial 103 048 065
Q42267 Carrier protein 0.96 0.35 0.41
PGSC0003DMP .
400005278 Chaperonin 21 1.62 1.34 1.63
PGSC0003DMP Charged multivesicular
400000640 body protein 2a 4.5 503 557
Chlorophyll a-b binding protein
P07370 1B, chloroplastic (LHCII type I 5.43 4.23 3.76
CAB-1B)
PGSC0003DMP Conserved gene of
400011729 unknown function 207 149 18
PGSC0003DMP Conserved gene of
400020125 unknown function 081 073 048
PGSC0003DMP Conserved gene of
400026692 unknown function 416 4.27 515
PGSC0003DMP Conserved gene of
400046123 unknown function 139 098 122
E2FAG4 COSII_At5g14320 1.15 1.2 1.73
Q9ZWH9 Elongation factor 1-« 0.78 0.35 0.48
Q43775 Glycolate oxidase (EC 1.1.3.15) 1.01 0.18 0.67
PGSC0003DMP Glyoxisomal malate
400009092 dehydrogenase 165 101 134
QILLEO Hexose transporter 0.7 0.15 0.24
PGSC0003DMP .
400035078 Hydrolase, acting on ester bonds 1.91 2.36 2.58
Hydroxypyruvate reductase
B2D2G3 (EC 1.1.1.81) 1.25 0.55 0.88
BIJNE9 Insertion sequence 2.02 243 2.78
transposase protein
QuZU46 Leucine-rich repeat receptor-like 0.67 071 112
protein kinase
B3H4K6 Magnesium protoporphyrin I)_( 1.39 13 1.48
methyltransferase, chloroplastic
Malate dehydrogenase
ASMQKS3 (EC 1.1.1.37) 15 0.66 0.91
PGSC0003DMP S
400004574 MAR-binding filament 1 0.67 0.41 —0.14
PGSC0003DMP
400020545 NAD-malate dehydrogenase 1.26 0.7 0.92
PGSC0003DMP .
400002176 Nucleolin 1.06 0.33 1.15
PGSC0003DMP . .
400030492 Oligopeptidase 0.84 0.76 1.14
Pectin lyase-like
QILY]5 superfamily protein 0.58 0.37 0.62
(Polygalacturonase-like protein)
PGSC0003DMP Peptidyl-prolyl cis—trans
400001052 isomerase 082 073 047
PGSC0003DMP .
400026173 Peroxidase 5.45 521 6.28
PGSC0003DMP .
400013804 Photosystem II D2 protein 2.67 2.82 2.8
PGSCO00SDMP Protein translocase subunit secA 0.9 0.45 0.84

400002084
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— T
Q30GS3 Pﬁgg’; rf:;fg;’:;n 2.05 1.72 2.18
Q38M64 Putative uncharacterized protein 1.11 1.18 1.39
QOWPJ1 Pumﬁ‘s’fnﬁ‘g‘&f i’g;g;igmtem 0.73 05 0.61
Q7FI2 Putati;‘;n‘;ﬂ‘;htfaACTthgig;jlgrOtem 1.23 1.28 1.16
QILMI1 R”;’;’;‘ﬁ;%gg’zt?g ;rl(ié 11;30e 5.74 5.77 5.61

PGE(%%%%?;];FP Signal peptidase I 0.63 0.43 0.29
FOOINE  Swesmildeie g
A7LKN1 TAO1 1.28 1.16 1.26
PGE(%?)?%?;?SA P Transketolase 1 1.25 1.33 1.18
FOSCOIINE  Tondatonaly conled mer 7
Q8LG76 Zinc finger protein 1.52 0.83 1.03

CONSTANS-LIKE 6

Among the other downregulated proteins was a plasma membrane-associated
temperature-induced lipocalin [28]. In Arabidopsis, temperature-induced lipocalins have been
implicated in moderating tolerance to oxidative stress [29]. Another protein, a bacterioferritin
homolog, was also downregulated. The closest Arabidopsis homolog is a peroxiredoxin Q. Similar to
lipocalins, peroxiredoxins are also involved in protection against oxidative stress [30]. These results
indicate that some components related to oxidative stress tolerance are downregulated during PTI.

The upregulated proteins during PTI were more varied in function than the downregulated
proteins and are listed in Table 1. A number of ATP synthases were upregulated. This might reflect
an increased need for energy for the activation of defenses [31]. Interestingly, an LRR-like receptor
protein kinase (LRR-RK) was found to be upregulated. Expression of the orthologous Arabidopsis
transcript has been hypothesized to correlate with auxin levels in Arabidopsis [32]. Another protein
annotated as translationally-controlled tumor protein homolog was also upregulated. This protein has
been shown to be upregulated in Arabidopsis in response to effectors produced by the Gram-negative
bacterium Pseudomonas syringae pv. tomato [33]. The TAOL1 (target of AvrB operation) protein that is
necessary for Pseudomonas syringae AvrB-triggered resistance [34] was also upregulated.

Other proteins upregulated during PTI were glycolate oxidase and a peroxidase. Glycolate oxidase
has been shown to generate hydrogen peroxide during stress [35]. Plant peroxidases belong to the PR9
family of PR proteins. They use hydrogen peroxide to catalyze the oxidation of a number of different
substances [36]. The protein MAR binding filament protein (MFP1), which has been previously shown
to be induced in tomato in response to the elicitor COS-OGA [37], was also upregulated. Treatment of
Arabidopsis suspension cells and protoplasts with COS-OGA also generates hydrogen peroxide [38].
An ABC transporter-like protein that has been shown to be induced in response to oxidative stress [39]
was also upregulated specifically in PTI. Therefore, the abovementioned proteins seem to be involved
in reactive oxygen species (ROS) signaling.

2.4. Proteins in ETI Responses

Seventy-four proteins were downregulated and 92 proteins were upregulated from one or both of
the ETI interactions (Figure 3). Proteins upregulated in the ETI interactions are mentioned in Table 2.
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There was a substantial overlap with the proteins regulated in the PTI condition, particularly among
the downregulated proteins (Figure 3). Thus, out of the proteins downregulated in PTI, only 3 were
uniquely downregulated, and all of the downregulated proteins discussed in the PTI section above
were also downregulated in the ETI conditions. In addition, 30 more proteins were downregulated in
ETI (Figure 3). Ten of these were chloroplast proteins involved in photosynthesis, as discussed in the
PTI section.

The upregulated proteins in ETI overlapped with those upregulated in PTI, but less so than the
downregulated proteins. Of the proteins upregulated in PTI, 10 were uniquely upregulated in that
condition. Thirty-seven proteins were upregulated in both PTI and ETI and 59 were significantly
upregulated in only ETI (Figure 3; Table 2); these latter included several proteins that showed the
same tendency in all three sample types but did not reach the significance level in PTI. Among the
proteins that were regulated significantly in both ETIs, a number were ribosomal proteins; possibly
reflecting increased overall protein synthesis during this phase. Two superoxide dismutases were also
upregulated. Superoxide dismutase catalyzes the dismutation of the superoxide radical. Their role
is probably to protect the plant against the reactive oxygen species produced during the oxidative
burst [40]. A further indication of active protective mechanisms to ROS is indicated by the upregulation
of a chloroplastic lipocalin in ETI-IpiO, which has previously been shown to be involved in modulating
tolerance to oxidative stress [29]. Interestingly, a lipocalin was downregulated in PTI (see above).
A GTP-binding protein Era and an ethylene-responsive small GTP-binding protein were upregulated
in the ETI interactions. A prominent role of regulation of plant immunity by GTP binding proteins
has been suggested [41] and, based on our observations, it is tempting to speculate that GTP proteins
might be specifically related to ETI plant immunity.

Table 2. Upregulated proteins only in the two ETI conditions (ETI-IpiO and ETI-Avr2), 18 hpi in
the fraction of the membrane-enriched fraction. The tables show proteins that are upregulated as
compared to plants infiltrated with only medium as the control condition. Proteins mentioned here are
significantly induced (p-value < 0.01).

Degree of Regulation =~ Degree of Regulation

Protein ID Protein Name in ETL-IpiO (log2) in ETI-AVR? (log2)
PGSC0003DMP40 2-deoxyglucose-6-phosphate 107 157
0026606 phosphatase ' '
PGSCO003DMP40 3-B hydroxysteroid
dehydrogenase/isomerase 0.83 0.91
0026060 - -
family protein
PGSC0003DMP40 . . .
0002234 30S ribosomal protein S1, chloroplastic 0.45 0.28
PGSC0003DMP40 . .
0021930 30S ribosomal protein 520 0.6 0.5
Q2MI62 30S ribosomal protein S3, chloroplastic 0.85 0.55
PGSC0003DMP40 . .
0051744 30S ribosomal protein S5 1.24 1.33
P93014 30S ribosomal protein S5, chloroplastic 0.75 0.75
Q2MI54 30S ribosomal protein S7, chloroplastic 0.7 0.96
Q84P24 4-coumarate—CoA ligase-like 6 0.95 1.07
PGSC0003DMP40 . .
0008292 50S ribosomal protein L18, chloroplast 0.84 0.79
PGSC0003DMP40 . . .
0046774 50S ribosomal protein L29, chloroplastic 0.93 1.03
ASMOQR4 60S acidic ribosomal protein PO 0.72 1.07
PGSCO003DMP40 Amino acid binding protein 0.6 0.53

0025031
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Table 2. Cont.

Degree of Regulation  Degree of Regulation

Protein ID Protein Name in ETI-IpiO (log2) ~  in ETI-AVR2 (log2)
B9DI38 AT1G05190 protein 0.81 0.7
Q1H555 At3g11510 1.02 1.37

ATP synthase subunit a, chloroplastic
Q2MI9 (F-ATPase subunit IV) 0.77 1.08
ATP synthase subunit b, chloroplastic
Q2MIB4 (ATPase subunit I) 0.77 119
Chlorophyll a-b binding protein CP26,
QOXE89 chloroplastic (LHCB5) (LHCIIc) 0.71 0.6
PGSC0003DMP40 . .
0002042 Chloroplast lipocalin 1.08 0.92
A7XZB8 Chloroplast-localized protein 0.67 0.76
PGSC0003DMP40 .
0067062 Conserved gene of unknown function 0.59 0.37
PGSC0003DMP40 .
0008394 Conserved gene of unknown function 0.53 0.7
Cytochrome b6-f complex subunit 4
Q2MI70 (17 kDa polypeptide) 0.29 0.53
Divinyl chlorophyllide a
Q1H537 8-vinyl-reductase, chloroplastic 0.55 0.57
(EC 1.3.1.75)
Q3HVL1 Elongation factor-like protein 0.44 0.84
PGSC0003DMP40 Ethylene-responsive small 0.36 058
0027216 GTP-binding protein ' '
PGSC0003DMP40 FKBP-type peptidyl-prolyl cis-trans 075 1.02
0045639 isomerase 3, chloroplastic ' '
P400068995 Glucose-1-phosphate 0.83 0.7
adenylyltransferase
PGSC0003DMP40 Glyceraldehyde-3-phosphate 107 1.66
0051213 dehydrogenase B subunit ’ '
PGSC0003DMP40 .
0048842 GrpE protein homolog 1.01 0.72
Q8VZ74 GTP-binding protein Era (GTP-binding 1.88 173
protein-like)
PGSC0003DMP40 .
0000783 Heat shock protein 70-3 0.83 1.19
PGSC0003DMP40 Heterogeneous nuclear 0.84 1.06
0030419 ribonucleoprotein Al ' '
PGSC0003DMP40 .
0026401 Immunophilin 14 1.56
PGSC0003DMP40 .
0046332 Isoform 2 of PsbP 2, chloroplastic 0.36 0.67
PGSC0003DMP40
0029178 NADH dehydrogenase 0.56 0.5
PGSC0003DMP40 NADPH:protochlorophyllide 0.59 1.97
0026922 oxidoreductase ’ '
Q3LG51 Nitrite reductase 0.97 0.74
PGSC0003DMP40 .
0034084 0J991214_12.13 protein 0.19 0.82
PGSC0003DMP40 Oxygen-evolving enhancer 0.93 133
0025362 protein 3-1, chloroplast ' ’
PGSC0003DMP40 . . .
0015048 Peptidyl-prolyl cis—trans isomerase 1.05 0.22
Peptidyl-prolyl cis—trans isomerase
QISR70 FKBP16-4, chloroplastic 087 0-89
PGSC0003DMP40 .
0018067 Phospholipase A1l 0.41 1.09
PGSCO00SDMP40 Photosystem I subunit XI 0.54 1.07

0048121
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Table 2. Cont.

Degree of Regulation  Degree of Regulation

Protein ID Protein Name in ETI-IpiO (log2) in ETI-AVR2 (log2)
Photosystem II 10 kDa polypeptide,
P06183 chloroplastic (Light-inducible 1.65 1.83
tissue-specific ST-LS1 protein)

PGSC0003DMP40 Plastid-lipid-associated 071 076
0040949 protein 13, chloroplastic ’ ’
C7ENV4 Polyubiquitin 0.57 0.87
Q7XABS Protein THYLAKOID FQRMATIONL 06 0.87

chloroplastic
Q859G3 Putative 16 kDa membrane protein 0.73 0.95
Putative uncharacterized
QISNOL protein AT4g33080 0-53 0.72
Q9FR30 Ripening regulated protein DDTFR10 0.96 1.35

PGSC0003DMP40 . .

0000966 Serine-type peptidase 0.54 0.29

PGSC0003DMP40 . . s
0011690 Serine/threonine protein kinase 1.28 0.98

PGSC0003DMP40 . .

0012365 Structural constituent of ribosome 0.56 0.58

PGSC0003DMP40 . .

0047959 Superoxide dismutase 1.13 222

PGSC0003DMP40 . .

0009317 Superoxide dismutase 0.87 0.7

PGSC0003DMP40 . . .

0016292 Tetratricopeptide repeat protein, tpr 0.09 0.59

PGSC0003DMP40 . .

0032278 Thylakoid lumenal 17.4 kDa protein 0.86 0.78

PGSC0003DMP40 . .

0014505 Tic62 protein 0.74 0.79

Phospholipase Al was upregulated only in ETI-Avr2. This protein belongs to a class of DAD
(defective in anther dehiscence)-like proteins that is involved in jasmonic acid (JA) synthesis [42],
possibly indicating a role for JA-mediated molecular signaling in Avr2-induced ETI. A heat shock
protein 70-3 was also specifically upregulated in ETI-Avr2. This protein might connect oxidative
stress induction and G-protein-dependent signaling in this ETI interaction as it has been shown to
be involved in cGMP-dependent stress responses to hydrogen peroxide production [43] and again
might underpin the involvement of GTP/GMP signaling in ETI. In comparison, a serine/threonine
protein kinase was specifically upregulated in ETI-IpiO. The closest Arabidopsis homolog of this
protein is annotated as an STN7 protein kinase, and it has been shown to link photosynthetic activity
to ROS-induced molecular signaling during stress [44]. In combination with our observations with
regards to chloroplastic lipocalin, upregulation of STN7 further supports the observation that ROS
protection mechanisms might be necessary for ETI, specifically.

3. Materials and Methods

3.1. Plants and Agrobacterium Inoculation

Three sets of Solanum tuberosum (cv. Désirée) wildtype plants, AO1-22 (Désirée carrying Rpi-Blb1
resistance gene) [45,46] and T16 (Désirée plants carrying R2-type resistance gene) [13] were grown
according to Abreha et al. [45]. Plants were initially grown in vitro on Murashige-Skoog (MS)
media with vitamins in controlled growth conditions with 16 h light, day temperature of 23 °C
and night temperature of 18 °C for 2 weeks. The plantlets were then transferred to soil and grown
for 4 more weeks at approximately 22 °C with a cycle of 16 h of light and 8 h of darkness. The plants
were supplemented with fertilizer (Rika S, SW Horto, Hammenhog, Sweden) once every second
week. Agrobacterium strain AGL1 transformed with either an empty vector, IpiO effector gene,



Int. ]. Mol. Sci. 2018, 19, 538 110f 16

or Avr2 effector gene were grown according to Du et al. [47]. All antibiotics were used at a final
concentration of 25 pug/mL except of spectinomycin that was used at a final concentration of 100 ug/mL.
Agrobacterium strains were grown in 10 mL YEB medium supplemented with 1 uL acetosyringone
(200 mM), 100 pL of 1 M MES buffer and appropriate antibiotics. The cultures were grown for 24 h
at 28 °C, 200 rpm until ODgg reached 1. The bacteria were harvested from the YEB medium by
centrifuging at 3000x g for 10 min. The bacterial pellet was re-suspended in infiltration medium MMA
medium (5 g/L MS salts, 1.95 g/L MES, 20 g/L sucrose, 200 uM acetosyringone, pH 5.6) to an ODgg
of 0.3. For infiltrations, the abaxial surface of a minimum of 5 leaflets on each plant was infiltrated
using a 5 mL needleless syringe. A total of 4 plants belonging to each genotype (wildtype, AO1-22,
and T16) were infiltrated. Three days post infiltration (dpi), a minimum of 1 leaflet from each plant
(total 4 plants) was used to assess macroscopic cell death phenotype. The complete experiment was
repeated twice.

3.2. Subcellular Protein Fractionation

Out of the four infiltrated plants belonging to each genotype, two plants were sampled for protein
extraction at 18 hpi (hours post infiltration). Two leaflets from each plant were sampled for subcellular
protein fractionation. From each infiltrated leaflet, two samples were taken, each containing two
stabs (corresponding to 100 mg fresh weight) from the infiltrated area. In summary, four samples
(containing two stabs each) were obtained from each genotype. Each sample was putin a 1.5 mL
Eppendorf tube with sea sand on ice before further sample processing. The whole experiments were
carried out twice and resulted in eight samples of each type. Subcellular protein fractionation into
cytoplasmic (CEB), membrane (MEB), soluble-nuclear (NEB), and chromatin-bound (CNEB) fractions
was performed using a Subcellular Protein Fractionation Kit for Tissues (ThermoFisher Scientific;
Waltham, MA, USA, Catalog No. 87790) with minor modifications (see below). Phosphatase inhibitors
(5 mM sodium phosphate, 50 tM sodium orthovanadate, and 10 nM calyculin A) were added to each
buffer before use. Briefly, proteins were extracted in four different buffers consecutively and final
supernatants were frozen at —80 °C until further use.

Each leaf sample was disrupted using pestle sticks in 1 mL ice-cold CEB. The sample was then
passed through a tissue and centrifuged at 500 g for 5 min at 4 °C. The supernatant was cleared by
re-centrifugation at 16,000 x g for 10 min at 4 °C and saved as the cytoplasmic fraction. The 500x g CEB
pellet was washed and centrifuged once with CEB and ice-cold MEB was added to the washed pellet.
The pellet was then vortexed and incubated at 4 °C for 10 min with gentle mixing. After incubation,
the solution was centrifuged at 3000 x g for 5 min. The supernatant was cleared by re-centrifugation at
16,000 g for 10 min at 4 °C and the supernatant saved as the membrane fraction. The pellet obtained
after the 3000 x g centrifugation was washed once with MEB and centrifuged. To the resulting pellet,
ice cold NEB was added, the sample was vortexed and incubated for 30 min at 4 °C with gentle mixing.
After incubation, the sample was centrifuged at 5000x g for 5 min at 4 °C and the supernatant saved as
the nuclear extract. The pellet obtained after the 5000 x g centrifugation was washed and centrifuged
once with NEB, and to the pellet room-temperature CNEB was added. The pellet was vortexed at
maximum for 15 s and the sample was incubated at 37 °C for 15 min. After the room temperature
incubation, the sample was centrifuged at 16,000 x g for 5 min. The supernatant was defined as the
chromatin sample.

3.3. Protein Concentration Determination

Protein concentration determination was performed using the bicinchoninic acid assay (Pierce™
BCA Protein Assay Kit, Thermo Fisher Scientific, Waltham, MA, USA; Catalog number: 23225)
according the manufacturer’s instructions. The buffer for each fraction (CEB, MEB and CNEB) was
used to dilute the standard curves for each type of the three sample types.
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3.4. Silver Staining

SDS-PAGE gels were stained with silver according to Blum et al. [48]. Briefly, gels were
fixed in 40% ethanol, 10% acetic acid overnight. The gels were washed 3 times in water (20 min
per wash). They were then incubated in 0.02% NaS,03 for 1 min, washed 3 times in water (1 min
per wash), and incubated for 20 min in 0.2% AgNOj3, 0.02% formaldehyde. After this incubation,
the gels were washed twice in water (1 min per wash) and developed in a solution of 3% Na,COs3,
0.05% formaldehyde, and 0.0005% NayS,Os. The development process was stopped by washing once
with water (1 min) and then incubated in 0.5% glycine solution.

3.5. Tryptic Digestion and Mass Spectrometry

Proteins from the analyzed fractions were separated on a 14% SDS-PAGE gel. The entire lane was
excised, washed, and the proteins digested with trypsin (Promega Trypsin Gold, Madison, WI, USA,
Mass Spectrometry Grade Trypsin Gold, Catalog number: V5280). The tryptic digests were desalted
using C18-based spin columns (The Nest Group, Inc., Southborough, MA, USA) as described in
Chawade et al. [49]. Tryptic digests were subjected to HPLC-MS/MS analysis using an Eksigent
nanoLC2D HPLC system connected online-with an LTQ Orbitrap XL ETD. The peptide samples were
loaded onto an Agilent Zorbax 300SB C18 (0.3 mm ID, 5 mm, 5 pm particle size) pre-column and
separated on an in-house packed PicoFrit column (Santa Clara, CA, USA; Agilent Zorbax 300SB C18,
75 um ID, 150 mm, 3.5 um particle size). The analytical column was pre-equilibrated with a buffer
consisting of 0.1% formic acid (FA) in 5% ACN for 10 min at a flow rate of 10 pL/min, and peptide
separation was conducted in 0.1% FA buffer using a 55 min linear gradient from 5% to 40% ACN,
followed by a 5 min linear gradient from 40% to 80% ACN, at a flow rate of 350 nL/min. The eluted
peptides were analyzed using an LTQ Orbitrap XL ETD. The Orbitrap was operated in data-dependent
mode with survey scan spectra 400-2000 Da in the Orbitrap mass analyzer at target resolution 60,000,
followed by selection of the seven most intense ions for fragmentation in the LTQ, using a mass
window of 2 Da for precursor ion selection. The precursor ions were fragmented with normalized
collision energy of 35 (with activation Q set to 0.25 and an activation time of 30 ms). Dynamic exclusion
with a repeat count of 2 and a repeat duration of 20 s and exclusion duration of 120 s were used,
with an exclusion list size of 499 and a 10 ppm relative exclusion mass width.

3.6. Data Analysis

The raw data from the Orbitrap was converted to Mascot generic files (mgf) using
ProteoWizard [50]. The Proteios software environment [51] was used to search the mgf files in Mascot
version 2.3.01. The mgf files were searched against a database consisting of Solanum proteins from
UniProt (www.uniprot.org), downloaded 24 August 2011; protein sequences from the Potato Genome
Project [52] and the Agrobacterium proteins from UniProt, downloaded 10 March 2015, concatenated
with an equal size decoy database (random protein sequences with conserved protein length and amino
acid distribution, in total 36,512 target and decoy protein entries) generated using a modified version of
the decoy.pl script from MatrixScience (http:/ /www.matrixscience.com/help/decoy_help.html) [53].
Since the Potato Genome Project are from the diploid Solanum phureja and we used a tetraploid
potato, the UniProt Solanum sequences were included to increase the number of identifications.
Search tolerances were 7 ppm for precursors and 0.5 Da for MS/MS fragments. One missed cleavage
was allowed and carbamidomethylation of cysteine residues was used as fixed modification and
oxidation of methionines as variable modification. Search results were exported from Mascot as XML,
including query level results, with a modification to the export script to include protein accession
numbers also for the query (spectrum) level results. All search results, including the top-ranked peptide
for each spectrum, were imported to Proteios where q values were calculated using the target-decoy
method described by Kall et al. [54]. The search results were then filtered at a peptide-spectrum
match g-value of 0.01 to obtain a false discovery rate of 1% in the filtered list. For quantitative
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analysis, a label-free approach based on precursor ion intensities was used [55] with all data processing
steps performed within Proteios. MS1 peptide feature detection was performed using Dinosaur [56],
while the other data processing steps were performed in Proteios, and subsequent feature matching
and alignment between LC-MS/MS runs with a previously described workflow [57]. The resulting
peptide data was normalized using Loess-G normalization [58] in the Normalyzer software [59].
The normalized data was analyzed using DanteR [60].

3.7. Plant Material

All local, national and international guidelines and legislations have been followed and the
required or appropriate permissions and/or licenses for the study has been achieved.

4. Conclusions

Comparative quantitative proteomic analysis of PTI and ETI interactions revealed that in the PTI
interaction proteins generally related to oxidative and biotic stress were upregulated, while proteins
related to photosynthesis were downregulated. Furthermore, proteins related to antimicrobial defense
and cell wall degradation were also upregulated. Analysis of the ETI interaction showed upregulation
of several proteins that were also identified in the PTI interaction. However, we identified distinct
upregulation in proteins related to oxidative stress tolerance and GTP binding proteins associated
with heterotrimeric G-protein signaling only in the ETI interactions. In addition, proteins related to
phospholipase and oxidative stress tolerance were significantly upregulated in only the ETI interactions,
such as a chloroplastic lipocalin and a HSP-70 isoform. This study provides a basis for new mechanistic
studies and breeding of sustainable resistance in potato.

Supplementary Materials: Supplementary materials can be found at www.mdpi.com/xxx/s1.

Acknowledgments: We thank members of the Resistance Biology Unit at Swedish University of Agricultural
Sciences, Alnarp for their valuable input. Swedish Foundation for Strategic Research, Formas, Swedish Foundation
for Environmental Strategic Research, and Plant Link are thanked for financial support. These bodies had no
influence on the design of the study or collection, analysis, and interpretation of data, or in writing the manuscript.
We have received funds for covering the costs to publish in Open Access.

Author Contributions: Dharani Dhar Burra, Marit Lenman, and Svante Resjo carried out the molecular
studies; Fredrik Levander and Svante Resj6 did the bioinformatics; Dharani Dhar Burra drafted the manuscript;
Erik Andreasson designed and conceived the study and finalized the manuscript. All authors read and approved
the final manuscript.

Conflicts of Interest: The authors declare no conflict of interest. The founding sponsors had no role in the design
of the study; in the collection, analyses, or interpretation of data; in the writing of the manuscript, and in the
decision to publish the results.

Abbreviations

PTI = PAMP triggered immunity
ETI  Effector triggered immunity

References

1. Spoel, S.H.; Dong, X. How do plants achieve immunity? Defence without specialized immune cells.
Nat. Rev. Immunol. 2012, 12, 89-100. [CrossRef] [PubMed]

2. Jones, ].D.G,; Dang], J.L. The plant immune system. Nature 2006, 444, 323-329. [CrossRef] [PubMed]

3. Bigeard, J.; Colcombet, J.; Hirt, H. Signaling mechanisms in pattern-triggered immunity (pti). Mol. Plant
2015, 8, 521-539. [CrossRef] [PubMed]

4. Coll, N.S,; Epple, P,; Dangl, J.L. Programmed cell death in the plant immune system. Cell Death Differ. 2011,
18, 1247-1256. [CrossRef] [PubMed]

5. Thomma, B.P; Niirnberger, T.; Joosten, M.H. Of pamps and effectors: The blurred pti-eti dichotomy. Plant Cell
2011, 23, 4-15. [CrossRef] [PubMed]


www.mdpi.com/xxx/s1
http://dx.doi.org/10.1038/nri3141
http://www.ncbi.nlm.nih.gov/pubmed/22273771
http://dx.doi.org/10.1038/nature05286
http://www.ncbi.nlm.nih.gov/pubmed/17108957
http://dx.doi.org/10.1016/j.molp.2014.12.022
http://www.ncbi.nlm.nih.gov/pubmed/25744358
http://dx.doi.org/10.1038/cdd.2011.37
http://www.ncbi.nlm.nih.gov/pubmed/21475301
http://dx.doi.org/10.1105/tpc.110.082602
http://www.ncbi.nlm.nih.gov/pubmed/21278123

Int. ]. Mol. Sci. 2018, 19, 538 14 of 16

10.

11.

12.

13.

14.

15.

16.

17.

18.

19.

20.

21.

22.

Fawke, S.; Doumane, M.; Schornack, S. Oomycete interactions with plants: Infection strategies and resistance
principles. Microbiol. Mol. Biol. Rev. 2015, 79, 263-280. [CrossRef] [PubMed]

Du, J.; Verzaux, E.; Chaparro-Garcia, A.; Bijsterbosch, G.; Keizer, L.P; Zhou, ].; Liebrand, TW.; Xie, C.;
Govers, F,; Robatzek, S. Elicitin recognition confers enhanced resistance to Phytophthora infestans in potato.
Nat. Plants 2015, 1, 15034. [CrossRef] [PubMed]

Tsuda, K.; Katagiri, F. Comparing signaling mechanisms engaged in pattern-triggered and effector-triggered
immunity. Curr. Opin. Plant Biol. 2010, 13, 459-465. [CrossRef] [PubMed]

Pombo, M.A.; Zheng, Y.; Fernandez-Pozo, N.; Dunham, D.M.; Fei, Z.; Martin, G.B. Transcriptomic analysis
reveals tomato genes whose expression is induced specifically during effector-triggered immunity and
identifies the epkl protein kinase which is required for the host response to three bacterial effector proteins.
Genome Biol. 2014, 15, 492. [CrossRef] [PubMed]

Haas, B.J.; Kamoun, S.; Zody, M.C,; Jiang, R H.Y.; Handsaker, R.E.; Cano, L.M.; Grabherr, M.; Kodira, C.D.;
Raffaele, S.; Torto-Alalibo, T.; et al. Genome sequence and analysis of the irish potato famine pathogen
Phytophthora infestans. Nature 2009, 461, 393-398. [CrossRef] [PubMed]

Vleeshouwers, V.G.A.A.; Rietman, H.; Krenek, P.; Champouret, N.; Young, C.; Oh, S.-K.; Wang, M.;
Bouwmeester, K.; Vosman, B.; Visser, R.G.E; et al. Effector genomics accelerates discovery and functional
profiling of potato disease resistance and Phytophthora infestans avirulence genes. PLoS ONE 2008, 3, 2875.
[CrossRef] [PubMed]

Lokossou, A.A.; Park, T.-H.; van Arkel, G.; Arens, M.; Ruyter-Spira, C.; Morales, J.; Whisson, S.C.; Birch, PR.].;
Visser, R.G.E,; Jacobsen, E.; et al. Exploiting knowledge of r/avr genes to rapidly clone a new 1z-nbs-Irr
family of late blight resistance genes from potato linkage group iv. Mol. Plant-Microbe Interact. 2009, 22,
630-641. [CrossRef] [PubMed]

Lenman, M.; Ali, A.; Mihlenbock, P; Carlson-Nilsson, U.; Liljeroth, E.; Champouret, N.;
Vleeshouwers, V.A.A.; Andreasson, E. Effector-driven marker development and cloning of resistance genes
against Phytophthora infestans in potato breeding clone sw93-1015. Theor. Appl. Genet. 2015, 129, 105-115.
[CrossRef] [PubMed]

Gilroy, EIM.; Breen, S.; Whisson, S.C.; Squires, J.; Hein, I.; Kaczmarek, M.; Turnbull, D.; Boevink, P.C;
Lokossou, A.; Cano, L.M.; et al. Presence/absence, differential expression and sequence polymorphisms
between PIAVR2 and PIAVR2-like in Phytophthora infestans determine virulence on R2 plants. New Phytol.
2011, 191, 763-776. [CrossRef] [PubMed]

Saunders, D.G.; Breen, S.; Win, J.; Schornack, S.; Hein, I.; Bozkurt, T.O.; Champouret, N.; Vleeshouwers, V.G.;
Birch, P.R.; Gilroy, EIM. Host protein bsl1 associates with Phytophthora infestans rxlr effector AVR2 and
the solanum demissum immune receptor R2 to mediate disease resistance. Plant Cell 2012, 24, 3420-3434.
[CrossRef] [PubMed]

Kim, T.-W.; Guan, S.; Sun, Y.; Deng, Z.; Tang, W.; Shang, J.-X.; Sun, Y.; Burlingame, A.L.; Wang, Z.-Y.
Brassinosteroid signal transduction from cell-surface receptor kinases to nuclear transcription factors.
Nat. Cell Biol. 2009, 11, 1254-1260. [CrossRef] [PubMed]

Schwanhausser, B.; Busse, D.; Li, N.; Dittmar, G.; Schuchhardt, J.; Wolf, J.; Chen, W.; Selbach, M.
Global quantification of mammalian gene expression control. Nature 2011, 473, 337-342. [CrossRef] [PubMed]
Ali, A.; Alexandersson, E.; Sandin, M.; Resjo, S.; Lenman, M.; Hedley, P.; Levander, F.; Andreasson, E.
Quantitative proteomics and transcriptomics of potato in response to Phytophthora infestans in compatible
and incompatible interactions. BMC Genom. 2014, 15, 497. [CrossRef] [PubMed]

Liu, Y.; Beyer, A.; Aebersold, R. On the Dependency of Cellular Protein Levels on mRNA Abundance. Cell
2016, 3, 535-550. [CrossRef] [PubMed]

Erbs, G.; Silipo, A.; Aslam, S.; De Castro, C.; Liparoti, V.; Flagiello, A.; Pucci, P.; Lanzetta, R.; Parrilli, M.;
Molinaro, A ; et al. Peptidoglycan and muropeptides from pathogens agrobacterium and xanthomonas elicit
plant innate immunity: Structure and activity. Chem. Biol. 2008, 15, 438-448. [CrossRef] [PubMed]
Chakravarthy, S.; Veldsquez, A.C.; Ekengren, SK.; Collmer, A.; Martin, G.B. Identification of
Nicotiana benthamiana genes involved in pathogen-associated molecular pattern-triggered immunity.
Mol. Plant-Microbe Interact. 2010, 23, 715-726. [CrossRef] [PubMed]

Vences-Guzman, M.A.; Guan, Z.; Bermtidez-Barrientos, J.R.; Geiger, O.; Sohlenkamp, C. Agrobacteria lacking
ornithine lipids induce more rapid tumour formation. Environ. Microbiol. 2013, 15, 895-906. [CrossRef]
[PubMed]


http://dx.doi.org/10.1128/MMBR.00010-15
http://www.ncbi.nlm.nih.gov/pubmed/26041933
http://dx.doi.org/10.1038/nplants.2015.34
http://www.ncbi.nlm.nih.gov/pubmed/27247034
http://dx.doi.org/10.1016/j.pbi.2010.04.006
http://www.ncbi.nlm.nih.gov/pubmed/20471306
http://dx.doi.org/10.1186/s13059-014-0492-1
http://www.ncbi.nlm.nih.gov/pubmed/25323444
http://dx.doi.org/10.1038/nature08358
http://www.ncbi.nlm.nih.gov/pubmed/19741609
http://dx.doi.org/10.1371/journal.pone.0002875
http://www.ncbi.nlm.nih.gov/pubmed/18682852
http://dx.doi.org/10.1094/MPMI-22-6-0630
http://www.ncbi.nlm.nih.gov/pubmed/19445588
http://dx.doi.org/10.1007/s00122-015-2613-y
http://www.ncbi.nlm.nih.gov/pubmed/26518573
http://dx.doi.org/10.1111/j.1469-8137.2011.03736.x
http://www.ncbi.nlm.nih.gov/pubmed/21539575
http://dx.doi.org/10.1105/tpc.112.099861
http://www.ncbi.nlm.nih.gov/pubmed/22885736
http://dx.doi.org/10.1038/ncb1970
http://www.ncbi.nlm.nih.gov/pubmed/19734888
http://dx.doi.org/10.1038/nature10098
http://www.ncbi.nlm.nih.gov/pubmed/21593866
http://dx.doi.org/10.1186/1471-2164-15-497
http://www.ncbi.nlm.nih.gov/pubmed/24947944
http://dx.doi.org/10.1016/j.cell.2016.03.014
http://www.ncbi.nlm.nih.gov/pubmed/27104977
http://dx.doi.org/10.1016/j.chembiol.2008.03.017
http://www.ncbi.nlm.nih.gov/pubmed/18482696
http://dx.doi.org/10.1094/MPMI-23-6-0715
http://www.ncbi.nlm.nih.gov/pubmed/20459311
http://dx.doi.org/10.1111/j.1462-2920.2012.02867.x
http://www.ncbi.nlm.nih.gov/pubmed/22958119

Int. ]. Mol. Sci. 2018, 19, 538 150f 16

23.

24.

25.

26.

27.

28.

29.

30.

31.

32.

33.

34.

35.

36.

37.

38.

39.

40.

41.

42.

43.

44.

Rico, A.; Bennett, M.H.; Forcat, S.; Huang, W.E.; Preston, G.M. Agroinfiltration reduces ABA levels and
suppresses Pseudomonas syringae-elicited salicylic acid production in Nicotiana tabacum. PLoS ONE 2010,
29, €8977. [CrossRef] [PubMed]

Goulet, C.; Goulet, C.; Goulet, M.-C.; Michaud, D. 2-DE proteomemaps for the leaf apoplast of Nicotiana
benthamiana. Proteomics 2010, 10, 2536-2544. [CrossRef] [PubMed]

Zhou, Y.; Cox, A.M.; Kearney, C.M. Pathogenesis-related proteins induced by agroinoculation-associated cell
wall weakening can be obviated by spray-on inoculation or mannitol ex vivo culture. Plant Biotechnol. Rep.
2017, 11, 1-9. [CrossRef]

Feller, U.; Anders, I.; Mae, T. Rubiscolytics: Fate of rubisco after its enzymatic function in a cell is terminated.
J. Exp. Bot. 2008, 59, 1615-1624. [CrossRef] [PubMed]

Attaran, E.; Major, L.T,; Cruz, ].A.; Rosa, B.A.; Koo, A.].; Chen, J.; Kramer, D.M.; He, S.Y.; Howe, G.A. Temporal
dynamics of growth and photosynthesis suppression in response to jasmonate signaling. Plant Physiol. 2014,
165, 1302-1314. [CrossRef] [PubMed]

Charron, ].-B.E; Ouellet, F; Pelletier, M.; Danyluk, J.; Chauve, C.; Sarhan, F. Identification, expression, and
evolutionary analyses of plant lipocalins. Plant Physiol. 2005, 139, 2017-2028. [CrossRef] [PubMed]
Charron, J.-B.E,; Ouellet, E; Houde, M.; Sarhan, E. The plant apolipoprotein d ortholog protects arabidopsis
against oxidative stress. BMIC Plant Biol. 2008, 8, 86. [CrossRef] [PubMed]

Tripathi, B.; Bhatt, I.; Dietz, K.-J. Peroxiredoxins: A less studied component of hydrogen peroxide
detoxification in photosynthetic organisms. Protoplasma 2009, 235, 3-15. [CrossRef] [PubMed]

Berger, S.; Sinha, A.K.; Roitsch, T. Plant physiology meets phytopathology: Plant primary metabolism and
plant-pathogen interactions. J. Exp. Bot. 2007, 58, 4019-4026. [CrossRef] [PubMed]

Wu, Y;; Xun, Q.; Guo, Y.; Zhang, J.; Cheng, K.; Shi, T.; He, K.; Hou, S.; Gou, X,; Li, ]. Genome-wide expression
pattern analyses of the arabidopsis leucine-rich repeat receptor-like kinases. Mol. Plant 2015, 9, 289-300.
[CrossRef] [PubMed]

Jones, A.M.; Thomas, V.; Bennett, M.H.; Mansfield, J.; Grant, M. Modifications to the arabidopsis defense
proteome occur prior to significant transcriptional change in response to inoculation with pseudomonas
syringae. Plant Physiol. 2006, 142, 1603-1620. [CrossRef] [PubMed]

Eitas, TK.; Nimchuk, Z.L.; Dangl, ].L. Arabidopsis TAOL1 is a TIR-NB-LRR protein that contributes to disease
resistance induced by the pseudomonas syringae effector AvrB. Proc. Natl. Acad. Sci. USA 2008, 105,
6475-6480. [CrossRef] [PubMed]

Mhamdi, A.; Noctor, G. Analysis of the roles of the arabidopsis peroxisomal isocitrate dehydrogenase in leaf
metabolism and oxidative stress. Environ. Exp. Bot. 2015, 114, 22-29. [CrossRef]

Almagro, L.; Gémez Ros, L.V.; Belchi-Navarro, S.; Bru, R.; Ros Barceld, A.; Pedreno, M.A. Class iii peroxidases
in plant defence reactions. J. Exp. Bot. 2009, 60, 377-390. [CrossRef] [PubMed]

Van Aubel, G.; Buonatesta, R.; Van Cutsem, P. Cos-oga, a new oligosaccharidic elicitor that induces protection
against a wide range of plant pathogens. IOBC-WPRS Bull. 2013, 89, 403-407.

Ledoux, Q.; Van Cutsem, P.; Marko, L.E.; Veys, P. Specific localization and measurement of hydrogen peroxide
in arabidopsis thaliana cell suspensions and protoplasts elicited by cos-oga. Plant Signal. Behav. 2014,
9, €28824. [CrossRef] [PubMed]

Manara, A.; DalCorso, G.; Leister, D.; Jahns, P,; Baldan, B.; Furini, A. Atsial and atosal: Two abcl proteins
involved in oxidative stress responses and iron distribution within chloroplasts. New Phytol. 2014, 201,
452-465. [CrossRef] [PubMed]

Alscher, R.G.; Erturk, N.; Heath, L.S. Role of superoxide dismutases (sods) in controlling oxidative stress in
plants. J. Exp. Bot. 2002, 53, 1331-1341. [CrossRef] [PubMed]

Trusov, Y.; Botella, ]. New faces in plant innate immunity: Heterotrimeric g proteins. . Plant
Biochem. Biotechnol. 2012, 21, 40-47. [CrossRef]

Canonne, J.; Froidure-Nicolas, S.; Rivas, S. Phospholipases in action during plant defense signaling.
Plant Signal. Behav. 2011, 6, 13-18. [CrossRef] [PubMed]

Marondedze, C.; Turek, I; Parrott, B.; Thomas, L.; Jankovic, B.; Lilley, K.S.; Gehring, C. Structural and
functional characteristics of cgmp-dependent methionine oxidation in arabidopsis thaliana proteins.
Cell Commun. Signal. 2013, 11, 1. [CrossRef] [PubMed]

Mittler, R.; Vanderauwera, S.; Suzuki, N.; Miller, G.; Tognetti, V.B.; Vandepoele, K.; Gollery, M.; Shulaev, V.;
Van Breusegem, F. Ros signaling: The new wave? Trends Plant Sci. 2011, 16, 300-309. [CrossRef] [PubMed]


http://dx.doi.org/10.1371/journal.pone.0008977
http://www.ncbi.nlm.nih.gov/pubmed/20126459
http://dx.doi.org/10.1002/pmic.200900382
http://www.ncbi.nlm.nih.gov/pubmed/20422621
http://dx.doi.org/10.1007/s11816-017-0439-6
http://dx.doi.org/10.1093/jxb/erm242
http://www.ncbi.nlm.nih.gov/pubmed/17975207
http://dx.doi.org/10.1104/pp.114.239004
http://www.ncbi.nlm.nih.gov/pubmed/24820026
http://dx.doi.org/10.1104/pp.105.070466
http://www.ncbi.nlm.nih.gov/pubmed/16306142
http://dx.doi.org/10.1186/1471-2229-8-86
http://www.ncbi.nlm.nih.gov/pubmed/18671872
http://dx.doi.org/10.1007/s00709-009-0032-0
http://www.ncbi.nlm.nih.gov/pubmed/19219525
http://dx.doi.org/10.1093/jxb/erm298
http://www.ncbi.nlm.nih.gov/pubmed/18182420
http://dx.doi.org/10.1016/j.molp.2015.12.011
http://www.ncbi.nlm.nih.gov/pubmed/26712505
http://dx.doi.org/10.1104/pp.106.086231
http://www.ncbi.nlm.nih.gov/pubmed/17028151
http://dx.doi.org/10.1073/pnas.0802157105
http://www.ncbi.nlm.nih.gov/pubmed/18424557
http://dx.doi.org/10.1016/j.envexpbot.2014.07.002
http://dx.doi.org/10.1093/jxb/ern277
http://www.ncbi.nlm.nih.gov/pubmed/19073963
http://dx.doi.org/10.4161/psb.28824
http://www.ncbi.nlm.nih.gov/pubmed/24736566
http://dx.doi.org/10.1111/nph.12533
http://www.ncbi.nlm.nih.gov/pubmed/24117441
http://dx.doi.org/10.1093/jexbot/53.372.1331
http://www.ncbi.nlm.nih.gov/pubmed/11997379
http://dx.doi.org/10.1007/s13562-012-0140-3
http://dx.doi.org/10.4161/psb.6.1.14037
http://www.ncbi.nlm.nih.gov/pubmed/21248491
http://dx.doi.org/10.1186/1478-811X-11-1
http://www.ncbi.nlm.nih.gov/pubmed/23289948
http://dx.doi.org/10.1016/j.tplants.2011.03.007
http://www.ncbi.nlm.nih.gov/pubmed/21482172

Int. ]. Mol. Sci. 2018, 19, 538 16 of 16

45.

46.

47.

48.

49.

50.

51.

52.

53.

54.

55.

56.

57.

58.

59.

60.

Abreha, K.B.; Alexandersson, E.; Vossen, ].H.; Anderson, P.; Andreasson, E. Inoculation of transgenic resistant
potato by Phytophthora infestans affects host plant choice of a generalist moth. PLoS ONE 2015, 10, e0129815.
[CrossRef] [PubMed]

Van Der Vossen, E.; Sikkema, A.; Hekkert, B.T.L.; Gros, J.; Stevens, P.; Muskens, M.; Wouters, D.; Pereira, A.;
Stiekema, W.; Allefs, S. An ancient r gene from the wild potato species solanum bulbocastanum confers
broad-spectrum resistance to Phytophthora infestans in cultivated potato and tomato. Plant J. 2003, 36, 867-882.
[CrossRef] [PubMed]

Du, J.; Rietman, H.; Vleeshouwers, V.G.A.A. Agroinfiltration and pvx agroinfection in potato and nicotiana
benthamiana. J. Vis. Exp. JoVE 2014, e50971. [CrossRef] [PubMed]

Blum, H.; Beier, H.; Gross, H.J. Improved silver staining of plant proteins, RNA and DNA in polyacrylamide
gels. Electrophoresis 1987, 8, 93-99. [CrossRef]

Chawade, A.; Alexandersson, E.; Bengtsson, T.; Andreasson, E.; Levander, F. Targeted proteomics approach
for precision plant breeding. ]. Proteome Res. 2016, 15, 638—646. [CrossRef] [PubMed]

Kessner, D.; Chambers, M.; Burke, R.; Agus, D.; Mallick, P. Proteowizard: Open source software for rapid
proteomics tools development. Bioinformatics 2008, 24, 2534-2536. [CrossRef] [PubMed]

Hakkinen, J.; Vincic, G.; Méansson, O.; Warell, K,; Levander, F. The proteios software environment:
An extensible multiuser platform for management and analysis of proteomics data. J. Proteome Res. 2009, 8,
3037-3043. [CrossRef] [PubMed]

Consortium, P.G.S. Genome sequence and analysis of the tuber crop potato. Nature 2011, 475, 189-195.
Elias, J.E.; Gygi, S.P. Target-decoy search strategy for increased confidence in large-scale protein
identifications by mass spectrometry. Nat. Method 2007, 4, 207-214. [CrossRef] [PubMed]

Kall, L.; Storey, ].D.; MacCoss, M.].; Noble, W.S. Assigning significance to peptides identified by tandem
mass spectrometry using decoy databases. J. Proteome Res. 2008, 7, 29-34. [CrossRef] [PubMed]

Sandin, M.; Krogh, M.; Hansson, K.; Levander, F. Generic workflow for quality assessment of quantitative
label-free lc-ms analysis. Proteomics 2011, 11, 1114-1124. [CrossRef] [PubMed]

Teleman, J.; Chawade, A.; Sandin, M.; Levander, F; Malmstrom, J. Dinosaur: A Refined Open-Source Peptide
MS Feature Detector. |. Proteome Res. 2016, 15, 2143-2151. [CrossRef] [PubMed]

Sandin, M.; Ali, A.; Hansson, K.; Mansson, O.; Andreasson, E.; Resjo, S.; Levander, F. An adaptive alignment
algorithm for quality-controlled label-free lc-ms. Mol. Cell. Proteom. 2013, 12, 1407-1420. [CrossRef]
[PubMed]

Smyth, G.K. Limma: Linear Models for Microarray Data. In Bioinformatics and Computational Biology Solutions
Using R and Bioconductor; Gentleman, R., Carey, V.J., Huber, W.,, Irizarry, R.A., Dudoit, S., Eds.; Springer:
New York, NY, USA, 2005.

Chawade, A.; Alexandersson, E.; Levander, F. Normalyzer: A tool for rapid evaluation of normalization
methods for omics data sets. J. Proteome Res. 2014, 13, 3114-3120. [CrossRef] [PubMed]

Taverner, T.; Karpievitch, Y.V,; Polpitiya, A.D.; Brown, ].N.; Dabney, A.R.; Anderson, G.A.; Smith, R.D.
Danter: An extensible r-based tool for quantitative analysis of -omics data. Bioinformatics 2012, 28, 2404-2406.
[CrossRef] [PubMed]

@ © 2018 by the authors. Licensee MDPI, Basel, Switzerland. This article is an open access
@ article distributed under the terms and conditions of the Creative Commons Attribution

(CC BY) license (http:/ /creativecommons.org/licenses/by/4.0/).


http://dx.doi.org/10.1371/journal.pone.0129815
http://www.ncbi.nlm.nih.gov/pubmed/26053171
http://dx.doi.org/10.1046/j.1365-313X.2003.01934.x
http://www.ncbi.nlm.nih.gov/pubmed/14675451
http://dx.doi.org/10.3791/50971
http://www.ncbi.nlm.nih.gov/pubmed/24430891
http://dx.doi.org/10.1002/elps.1150080203
http://dx.doi.org/10.1021/acs.jproteome.5b01061
http://www.ncbi.nlm.nih.gov/pubmed/26704985
http://dx.doi.org/10.1093/bioinformatics/btn323
http://www.ncbi.nlm.nih.gov/pubmed/18606607
http://dx.doi.org/10.1021/pr900189c
http://www.ncbi.nlm.nih.gov/pubmed/19354269
http://dx.doi.org/10.1038/nmeth1019
http://www.ncbi.nlm.nih.gov/pubmed/17327847
http://dx.doi.org/10.1021/pr700600n
http://www.ncbi.nlm.nih.gov/pubmed/18067246
http://dx.doi.org/10.1002/pmic.201000493
http://www.ncbi.nlm.nih.gov/pubmed/21298787
http://dx.doi.org/10.1021/acs.jproteome.6b00016
http://www.ncbi.nlm.nih.gov/pubmed/27224449
http://dx.doi.org/10.1074/mcp.O112.021907
http://www.ncbi.nlm.nih.gov/pubmed/23306530
http://dx.doi.org/10.1021/pr401264n
http://www.ncbi.nlm.nih.gov/pubmed/24766612
http://dx.doi.org/10.1093/bioinformatics/bts449
http://www.ncbi.nlm.nih.gov/pubmed/22815360
http://creativecommons.org/
http://creativecommons.org/licenses/by/4.0/.

	Introduction 
	Results and Discussion 
	Phenotypes of PAMP-Triggered Immunity (PTI) and Effector-Triggered Immunity (ETI) Responses 
	Subcellular Protein Fractionation 
	Membrane-Associated Proteins in the PTI Response 
	Proteins in ETI Responses 

	Materials and Methods 
	Plants and Agrobacterium Inoculation 
	Subcellular Protein Fractionation 
	Protein Concentration Determination 
	Silver Staining 
	Tryptic Digestion and Mass Spectrometry 
	Data Analysis 
	Plant Material 

	Conclusions 
	References

